GCAAATAATT
ATAAATATTT

Start crop Point End crop Point

1 MSA length = 2297 1

------------------------------------------------------------ TTGAAGCTTGACCCCACACCTGAATGTAAAAGTGGTTATTTGAGCTTACTACGGTTACAGCAAACCTCAAA

------------------------------------------------------------ TTGAAGCTTGACCCCACACCTGAATGTAAAAGTGGTTATTTGAGCTTACTACGGTTACAGCAAACCTCAAA

---------------------------------------------------------------- TTARARTCAA- - - - AfjA

------------------------------------------------------------ TTGAAGCTTGACCCCACACCTGAATGTAAAAGTGGTTATTTGAGCTTACTACGGTTACAGCAAACCTCAAA

TGTAAAAGTGTTATTTTTGGAGCTTACTCAACGGGTCTCACAATGCAAAT = = = = = = @ & o oo oo oo o e oo o e o m o e o f e e o f o e o e e e o e oo m e imimieie oo

TGTAAAAGTGTTATTTTTGHAGCTTACTCAACGGGTCTCACAATGCAAAT « = - = - = - =« = - s oo st o Lo CTBCACBAA- - ------

-------------------------------------------------------------------------------- TTGAAGCTTGACCCCACACCTGAATGTAAAAGTGJTTATTTGAGCTTACTACGGTTACAGCAAACCTCAAA
GAGER TAABEG TGTAAAAGTGTTATTTTTGGACTTACTCAACGGGTCTCACAATGCAAAT = - = - = -« - s - e e ot ottt ot ot ot

N

QO > > O > > > > > >

ICGGTIAIAGCAG

-------------------------------------------------------------------------------------------------------------- ACGR---------------

TGTAAAAGTGTTATTTTTGGAGCTTACTCAACGGGTCTCACAATGCAAAT = = = = = = = = & @ s o e m e & e &t e & e &t & e &t ot &t ot & e mf e &t e f ot ot d ot ot ff e mf e dm e m i e m i e o e mame e

AIGAT
_TAAT

ATAAT - - - - TAAAAGTGTTATTTTTGGAGCTTACTCAACGGGTCTCACAATGCAAAT = = = = = = & m % ot m ot m ot @t @t &t e & @t &t it @@t & @t & @t @@t &t e &t ot @t m e &t f ot e @t e e i e m i e e mdmmdamame e ma o

ATHRG
AT--TTATBATAGA- - - - - - -

TTTAGTTGTAACAAAAATT
TTTAGTTGTAACAAAAATT

-------- AATAAAARRT
-------- BlCCAAAATT
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] fm_1.bed 0 O n.bed g 1l.bed fm 2.bed O O bcin.fa_aln.fa_cl.fa
size: 2297bp; fragments: 12831; full length: 0 (>=2067.3bp)
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| ufbed g Lbed fm Lbed 0 0 nbed g Lbed fm 2.bed 0 0 b After TEtrimmer Extended plot Blue lines are boundaries

size: 2663bp; fragments: 7375; full length: 0 (>=2396.7bp)
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TE: Itr 1 family 758 Before TEtrimmer 432 bp

size: 432bp; fragments: 78; full length: 20 (>=388.8bp)

15

10

5

divergence to consensus (%)

o
]
A
o —
<
< =
O
~ o
[ 2 ]
i — = | %—
o
Q 2 -
Q K
(@)) wn
© n S .
3 2 o ] No TE domain detected
(@] c
O & %
[
(@]
(@)
w s
— S
o |
(g0
| | | | [ [ [ [ o [ [ [ [ [ [ [ [
100 200 300 400 100 200 300 400 0 100 200 300 400 0 100 200 300 400

TE consensus (bp) TE consensus genomic coverage plot (bp) TE consensus self dotplot (bp) TE consensus structure and protein hits (bp)



After TEtrimmer ORF and PFAM domain plot
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